Introduction
Neisseria gonorrhoeae is the causative agent of gonorrhoea, a common sexually transmitted disease worldwide. Preventing the spread of this infectious disease is dependent upon antimicrobial treatment of infected persons, better education of the general public and effective epidemiological tools for monitoring gonococcal strains. Various Auxotyping and serotyping The strains were auxotyped, and serotyped with a panel of six mAbs specific for PIB1 (tables 1 and 2). There were only two auxotypes: 17 strains were prototrophic (S4, S7, S12, S21, S22, S25, S31, S33, S36, S39, S48, S50, S52, S53, S56, S57 and S58) and 30 strains were proline-requiring (Si, S2, S3, S5, S8, S10, 811, S16, S17, S18, S19, S20, S24, S26, S27, S28, S30, S32, 15 Moreover, serotyping requires specialised reagents, is expensive to maintain and is available only to a few reference centres. In contrast, all the strains in this study could be amplified by PCR as the primers were designed to anneal to the less variable termini of the PIB gene.'6 The PCR-RFLP method can also be used to study variation in N gonorrhoeae as it is not limited by the availability of existing or new mAbs. '4 15 In this study, we found that PCR-RFLP can be used to differentiate strains belonging to PIB serovars, demonstrating its usefulness for inter-and intra-serotypic discrimination of N gonorrhoeae strains. With our PCR-RFLP method, strains belonging to a predominant serovar such as IB-3 could be further differentiated. Although IB-3 strains S12, S21, S31 and S33 could not be differentiated by auxotyping and serotyping, they could be distinguished from one another by PCR-RFLP analysis. PCR-RFLP could thus provide a higher degree of discrimination among gonococcal strains. Interestingly, IB-7 strains S26, S28, S30, S41 and S43 as well as IB-19 strains S32, S35 and S37 could not be further differentiated by PCR-RFLP, serotyping or auxotyping, suggesting that these strains may either be epidemiologically related or were derived from the same clone.
There was no absolute correlation between serotypes and PCR-RFLP profiles. Certain strains belonging to different serovars exhibited identical PCR-RFLP profiles, while some strains of the same serovar displayed different PCR-RFLP profiles. This may be attributed to the occurrence of restriction enzyme sites outside of the regions responsible for encoding epitopes recognised by mAbs. 
